21 Group B Streptococcus (GBS) is a major cause of neonatal invasive disease worldwide. In 22 the Netherlands, the incidence of the disease increased, despite the introduction of prevention 23 guidelines in 1999. This was accompanied by changes in pathogen genotype distribution, 24 with a significant increase in the prevalence of isolates belonging to clonal complex (CC) 17.
276 Epidemiology of the phiStag1 phage and strP gene 277 To understand better the origins of the phiStag1 phage, we screened other isolates within our 278 collection, and found that it occurred sporadically in other CCs, most frequently in CC23 279 (n=41, 17%). The first phiStag1 positive isolate in our GBS collection was CC17 collected in 280 1997, strengthening the observation that phiStag1 emerged recently in this GBS population. 281 We further expanded the analysis dataset by incorporating published genomic data of 4112 282 globally distributed GBS isolates from human and animal sources (S5 Table) . The phiStag1 283 phage occurred most commonly in CC17 isolates (25%), followed by CC23 (10%), CC10 284 (7%), CC19 (6%), and CC1 (4%) (S5 Table) . 285 For CC17, we combined 722 external and 526 Dutch isolates to reconstruct a global 286 phylogeny of CC17. The majority of global isolates co-clustered with the Dutch samples, 287 with 340 and 354 of isolates representing sub-lineages CC17-1 and CC17-2, respectively 288 (S10 Fig). We found that the occurrence of phiStag1 phage among the global CC17 isolates 13 289 was associated predominantly with CC17-1 isolates, more specifically sub-lineages CC17-1A 290 (67% of all CC17-1A isolates) and CC17-1B (74% of all CC17-1B isolates) (S5 Table) .
291 Analysis of the global collection also revealed a 95% prevalence of the strP gene among 292 bovine-associated isolates from various CCs (S5 Table) . However, the gene occurred on a 293 phage that shared less than 90% sequence identity with phiStag1. A historical bovine isolate Table) . Patient age was calculated as the number of days between
